: phylogenetic analysis of the IGS1 rDNA sequences of Trichosporon mycotoxinivorans (Apiotrichum mycotoxinivorans) isolates and related species. The analysis was generated by Neighbour-Joining method using Kimura-2-Parameters as a model of nucleotides substitution. 1,000 bootstrap pseudoreplicate values are depicted on the main nodes. Species names are followed by strain numbers and GenBank accession numbers in parentheses. Sequences from clinical isolates characterised in this report are depicted in bold. T = type strain. Scale bar represents the number of substitutions per site.
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